Experimental Crystal data C 22 H 27 NO 3 M r = 353.45 Orthorhombic, P2 1 2 1 2 1 a = 7.5547 (3) Å b = 11.8792 (6) Å c = 22.1103 (10) Å V = 1984.26 (16) Å 3 Z = 4 Mo K radiation = 0.08 mm À1 T = 293 K 0.22 Â 0.20 Â 0.18 mm Data collection Bruker SMART APEX CCD detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2008) T min = 0.983, T max = 0.986 10956 measured reflections 2801 independent reflections 1835 reflections with I > 2(I) R int = 0.038
Experimental
Crystal data 
Data collection
Bruker SMART APEX CCD detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2008) T min = 0.983, T max = 0.986 10956 measured reflections 2801 independent reflections 1835 reflections with I > 2(I) R int = 0.038 Refinement R[F 2 > 2(F 2 )] = 0.044 wR(F 2 ) = 0.121 S = 1.03 2801 reflections 241 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.17 e Å À3 Á min = À0.13 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
D-HÁ Á ÁA D -H HÁ Á ÁA D Á Á ÁA D -HÁ Á ÁA N1-H1Á Á ÁO1 i 0.90 (2) 2.66 (2) 3.538 (2) 167.4 (17) C16-H16AÁ Á ÁO1 ii 0.96 2.57 3.474 (4) 156
Symmetry codes: (i) x À 1 2 ; Ày þ 3 2 ; Àz; (ii) x þ 1 2 ; Ày þ 3 2 ; Àz.
Data collection: APEX2 (Bruker, 2008); cell refinement: SAINT (Bruker, 2008); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997) ; software used to prepare material for publication: SHELXL97 and PLATON (Spek, 2009 ). , 1965) . Also the substitution of methoxy phenyl groups at 2,6-positions is found to be active against CNS subpanels. In addition, the bulkiness of the subtituent in different positons of the piperidine ring leads to the decrease in carcinogenecity (Ravindran et al., 1991) . In view of the importance, the crystallographic study of the title compound has been carried out to establish the molecular structure and conformation.
Spickett
The ORTEP plot of the molecule is shown in Fig. 1 . The piperidine ring adopts distorted chair conformation. The puckering (Cremer & Pople, 1975) and the asymmetry parameters (Nardelli, 1983) The best plane of the piperidine ring is oriented with respect to the phenyl rings (C9-C14) & (C18-C23) at angles of 82.8 (1)° & 86.2 (1)°, respectively. The two phenyl rings are set apart with an angle of 60.4 (1)°. The methoxy groups substituted at the phenyl rings are coplanar, which can be seen from the torsion angles of [C13-C12-O1-C7=] 4.4 (4)° for (C9-C14) ring and [C20-C21-O3-C8 =] 1.6 (5)° for (C18-C23) ring.
The packing of the molecules is stabilized by a rather long N-H···O contact and by C-H···O interactions in addition to van der Waals forces.
Experimental
Ammonium acetate (100 mmol), anisaldehyde (200 mmol) and isobutylmethylketone (100 mmol) in ethanol (30 ml) were heated on a hot plate at 50-55° C and after the completion of reaction, water was added and extracted with ether, dried and recrystallized from ethanol.
Refinement
Due to the absence of anomalous scatterers, the absolute configuration could not be determined and Friedel pairs were merged. C-bound H atoms were positioned geometrically (C-H = 0.93-0.97 Å) and allowed to ride on their parent atoms, with U iso (H) = 1.5U eq (C) for methyl H atoms and 1.2U eq (C) for all other H atoms. The H atom bonded to N was freely refined. 
Computing details
Data collection: APEX2 (Bruker, 2008); cell refinement: SAINT (Bruker, 2008); data reduction: SAINT (Bruker, 2008); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997) ; software used to prepare material for publication: SHELXL97 (Sheldrick, 2008) and PLATON (Spek, 2009 ).
Figure 1
The molecular structure of the title compound, showing the atomic numbering and displacement ellipsoids drawn at 30% probability level.
Figure 2
The crystal packing of the molecules viewed down b axis. H atoms not involved in hydrogen bonding (dashed lines) have been omitted for clarity. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq H1 0.161 (4) 0.568 (2) 0.1225 (11) 0.049 (7) 
